Bacillus cereus sensu lato is a species complex that includes the anthrax pathogen Bacillus anthracis and other bacterial species of medical, industrial, and ecological importance. Their phenotypes of interest are typically linked to large plasmids that are closely related to the anthrax plasmids pXO1 and pXO2. Here, we present the draft genome sequences of 94 isolates of B. cereus sensu lato, which were chosen for their plasmid content and environmental origins.
acillus cereus sensu lato is a species complex that groups six classically described species of ubiquitous Gram-positive spore-forming bacteria, including the eponymous B. cereus sensu stricto, the entomopathogen Bacillus thuringiensis, the rhizoidlooking Bacillus mycoides and Bacillus pseudomycoides, and Bacillus anthracis, the etiological agent of anthrax.
The members of this group were originally distinguished on the basis of their phenotypic differences, but over the past decade, advances in the understanding of the phylogenomics of this group have largely invalidated this classification. Instead, the members of the B. cereus sensu lato group are more appropriately viewed as forming one single species from which different ecotypes and pathotypes emerge in a dynamic fashion, leading in some cases to the formation of clonal complexes with specific phenotypes (1) (2) (3) (4) (5) (6) .
Many phenotypic properties that are specific to these ecotypes and pathotypes are directly related to the presence or absence of large plasmids that carry genes associated with those phenotypes. In the case of B. anthracis, the virulence plasmids pXO1 (192 kb) and pXO2 (96 kb) carry the anthrax toxin and capsule genes, respectively, as well as the associated regulatory elements (7) . Furthermore, the large plasmids found in a number of previously sequenced B. cereus sensu lato strains of medical or industrial interest were observed to share a backbone with either the pXO1 or pXO2 anthrax plasmids. For example, in strains of B. cereus sensu stricto that are responsible for the B. cereusassociated emetic food poisoning syndrome, the genes encoding the emetic toxin cereulide are carried by a large plasmid that shares a common genetic backbone with the pXO1 anthrax plasmid (8, 9) .
We have shown previously that select sequences of the shared pXO1 and pXO2 backbones can be found widely in environmental isolates of B. cereus sensu lato (10) . We postulated that these are found in plasmids that are genetically related to the pXO1 and pXO2 plasmids (hence called pXO1-like and pXO2-like, respectively) and may play an important role in the ecotypic and pathotypic differentiation of B. cereus sensu lato organisms.
In order to gain deeper insight into the ecological distribution and genomic diversity of the pXO1-like and pXO2-like plasmids, we sequenced a panel of 94 isolates of B. cereus sensu lato organisms containing a variety of plasmids and having diverse environmental origins. This adds to the~60 whole or draft genomes of B. cereus of various origins already available in GenBank.
De novo assemblies were generated from Illumina 101-base paired-end reads generated with two libraries, one from 180-bp fragments and one from 3-kb jumping libraries. The assemblies were constructed using AllPaths-LG (11). The protein-coding genes were predicted with Prodigal (12) and filtered to remove genes with Ն70% overlap to the tRNAs or rRNAs. The tRNAs were identified by tRNAscan-SE (13) . The rRNA genes were predicted using RNAmmer (14) . The gene product names were assigned based on top BLAST hits against the Swiss-Prot protein database (Ն70% identity and Ն70% query coverage) and a protein family profile search against the TIGRfam HMMER equivalogs.
Nucleotide sequence accession numbers. All 94 draft genome sequences have been deposited at GenBank under the accession no. reported in Table 1 (10, (15) (16) (17) (18) (19) (20) (21) (22) . 
